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The dissociation constants ( K D ) were calculated from 
Scatchard analysis of competitive binding of 125 labeled hGH to 
the cloned and purified soluble hGH receptor at 25°C (23) . 
Standard errors in these measurements were generally at or below 
±20 percent. Mutants are named on the basis of the first and 
last residue mutated in the region. The specific mutations 
introduced are described by a nomenclature where the wild-type 
hGH residue is given first followed by its sequence position and 
then the mutant residue. The single letter code designates each 
amino acid.-- , — — 



Format page 17, lines 1-2 so "A comparison" begins a new 
paragraph . 

At page 17, line 16 f insert. . ■ 



--The complete results are given in the table below: 
Table B: Binding of Alanine Substitution (Residues 2-19, 54- 
74, and 167-191) Mutants of hGH to the soluble hGH receptor. 
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NE ("not expressed") indicates the mutant protein was expressed 
below 2% of wild-type hGH as determined by SDS-PAGE or ELISA . 




IN THE CLAIMS 
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